Additionally, a synthetic oligonucleotide hybridization probe was constructed from the consensus DNA40654 
sequence which had the following nucleotide sequence 
hybridization probe 

5'-AGGACTACACGGAGCCTGTGGAGCTTCrGGCTGTGCGAATTCAGCTGGAA-3' 
(SEQ ID NO:214) 

In order to screen several libraries for a source of a full-lengfli clone, DNA from the libraries was 
screened by PGR ampHfication with one of the PGR primer pairs identified above. A positive library was then 
used to isolate clones encoding the PRO860 gene using the probe oligonucleotide and one of the PGR primers. 
RNA for construction of the cDNA libraries was isolated from himian fetal lung tissue (LIB26). 

DNA sequencing of the clones isolated as described above gave the full-length DNA sequence for 
PRO860 [herein designated as UNQ421 (DNA41404-1352)] (SEQ ID NO:210) and the derivedprotein sequence 
forPRO860. 

The entire nucleotide sequence of UNQ421 (DNA41404-1352) is shown in Figure 76 (SEQ ID 
NO:2iO). Clone UNQ421 (DNA41404-1352) contains a single open reading frame with an apparent translational 
initiation site at nucleotide positions 58-60 and ending at flie stop codon at nucleotide positions 3013-3015 
(Figure 76). The predicted polypeptide precursor is 985 amino acids long (Figure 77). The ftill-length PRO860 
protein shown in Figure 77 has an estimated molecular weight of about 105,336 daltons and a pi of about 6.55. 
Important regions of the amnio acid sequence of PRO860 mclude the transmembrane region coiresponding to 
about amino acids 448-467, the extracellular domain, corresponding to amino acids about 1-447, several N- 
glycosylation sites, numerous N-myristoylation sites and a sequence typical of phospholyrosme interaction 
domain proteins.. Clone UNQ421 (DNA4 1404-1352) has been deposited with ATCC and is assigned ATCC 
deposit no. 209844. 

EXAMPLE 35: Isolation of cDNA Clones Encoding Human PR0846 

A consensus sequence was obtained relative to a variety of EST sequences as d^cribed in Example 1 
above, wherein the consensus sequence obtamed is herein designated DNA39949. Based on the DNA39949 
consensus sequence, oligonucleotides were synthesized: 1) to identify by PGR a cDNA library that contamed 
the sequence of mterest, and 2) for use as probes to isolate a clone of the full-length codmg sequence for 
PR0846. 

Forward and reverse PGR primers were synthesized: 
forward PGR nrimer 5'-GGGTGCAGTGGACGTACAGGGAAG-3' (SEQ ID NO:217) 
reverse PGR Primer 5'-GTGTCTTCCGGTGCTTGGCTGTGG-3' (SEQ ID NO:218) 

Additionally, a synthetic oligonucleotide hybridization probe was constructed from the consensus DNA39949 
sequence which had the following nucleotide sequence 
hybridization probe 

5'-GGTGCAGGAAGGGTGGGATCCTCrTCTGTCGCTGGTCTGGGGACATC-3' 
(SEQ ID NO:219) 

Eq order to screen several hTjraries for a source of a fiill-length clone, DNA from the libraries was 
screened by PGR anq>lification with one of the PGR primer pahs identified above. A positive library was then 
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used to isolate clones encoding the PR0846 gene using the probe oligonucleotide and one of the PGR primers. 
RNA for construction of the cDNA libraries was isolated from human fetal kidney tissue (LIB227). 

DNA sequencing of the clones isolated as described above gave the fiill-length DNA sequence for 
PR0846 [herein designated as UNQ422 (DNA44196-1353)1 {SEQIDNO:215) and the derived protein sequence 
for PR0846. 

5 The entire nucleotide sequence of UNQ422 (DNA44196-1353) is shown in Figure 78 (SEQ ID 

NO:215). Clone UNQ422 (DNA44196-1353) contains a single open readmg frame with an parent translational 
initiation site at nucleotide positions 25-27 and ending at the stop codon at nucleotide positions 1021-1023 
(Figure 78). The predicted polypeptide precursor is 332 amino acids long (Figure 79). The fuE-lengfli PR0846 
protein shown in Figure 79 has an estimated molecular weight of about 36,143 daltons and a pi of about 5.89. 
10 Important regions of the amino acid sequence of PR0846 include the signal peptide, the transmembrane domain, 
an N-glycosylation site, a sequence typical of fibrinogen beta and gamma chains C-terminal domain, and a 
sequence typical of Ig Uke V-type domain as shown in Figure 79. Clone UNQ422 (DNA44196-I353) has been 
deposited with ATCC and is assigned ATCC deposit no. 209847. 

- 15 EXAMPLE 36 : Isolation of cDNA Clones Encoding Human PR0862 

A consensus sequence was obtained relative to a variety of EST sequences as described in Example 1 
above, wherein the consensus sequence obtained is herein designated DNA47370. Based on the DNA47370 
consensus sequence, oligonucleotides were synthesized: 1) to identify by PCR a cDNA library that contained 
file sequence of mterest, and 2) for use as probes to isolate a clone of the fiiU-length coding sequence for 
20 PR0862. 

Forward and reverse PCR primers were synthesized: 
forward PCR nrimer 5'GGGATCATGTTGTTGGCCCTGGTC-3 ' (SEQ ID NO:222) 
reverse PCR primer 5'-GCAAGGCAGACCCAGTCAGCCAG-3' (SEQ ID NO:223) 

Additionally, a synthetic oligonucleotide hybridization probe was constructed from the consensus DNA47370 
25 sequence which had the following nucleotide sequence 
hybridization probe 

5'-CTGCCTGCTACCCTCCAAGTGAGGCCAAGCrCTACGGTCGTTGTG-3' 
(SEQ ID NO:225) 

In order to screen several libraries for a source of a ftdl-length clone, DNA from the Ubraries was 
30 screened by PCR amplification with one of the PCR primer pairs identified above. A positive library was then 
used to isolate clones encoding the PR0862 gene using the probe oUgonucleotide and one of the JPCR primers. 
RNA for construction of the cDNA libraries was isolated from himian pancreas tissue (LrB55). 

DNA sequencing of the clones isolated as described above gave the ftiU-length DNA sequence for 

PR0862 [herein designated as UNQ424(DNA52187-1354)] (SEQ ED NO:220) and the derivedprotein sequence 
35 forPR0862. 

The entire nucleotide sequence of UNQ424 (DNA52187-1354) is shown in Figure 80 (SEQ ID 
NO:220). Clone UNQ424 (DNA52187-1354) contains a single open reading frame with an apparent translational 
initiation site at nucleotide positions 410-412 and ending at the stop codon at nucleotide positions 848-850 
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(FigureSO). The predicted polypeptide precursor is 146 amino acids long (Figure 81). The fiiU-length PR0862 
protein shown in Figure 81 has an estimated molecular weight of about 16,430 daltons and a pi of about 5.05. 
Important regions of the amino acid sequence of PR0862 include the signal peptide, an N-myristoylation site, 
and sequences having similarity to region to Alpha-lactalbumin/lysozyme C proteins as shown in Figure 81. 
Clone UNQ424 (DNA52187-1354) has been deposited with the ATCC and is assigned ATCC deposit no. 
5 209845. 



EXAMPLE 37: Isolation of cDNA Clones Encoding Human PR0864 

A consensus sequence was obtained relative to a variety of EST sequences as described in Example 1 
above, wherein the consensus sequence obtamed is herein designated DNA40666. Based on the DNA40666 
10 consensus sequence, oUgonucleotides were synthesized: 1) to identify by PCR a cDNA library that contained 
the sequence of interest, and 2) for use as probes to isolate a clone of the fuU-Ienglh coding sequence for 
PR0864. 

Forward and reverse PCR primers were synthesized: 
forward PCR primer 5'-GCTGCAGCTGCAAATTCCACTGG-3' (SEQ ED NO:227) 
15 reverse PCR primer 5'-TGGTGGGAGACTGTTTAAATTATCGGCC-3' (SEQ ID NO:228) 

Additionally, a synthetic oligonucleotide hybridization probe was constructed from the consensus DNA40666 
sequence which had the following nucleotide sequence 
hybridization probe 

5'-TGCTTCGTCAAGTGCCGGCAGTGCCAGCGGCTCGTGGAGTT-3' 
20 (SEQ ID NO:229) 

In order to screen several libraries for a source of a full-length clone, DNA from the libraries was 
screened by PCR ampUfication with one of the PCR primer pairs identified above. A positive library was then 
used to isolate clones encoding the PR0864 gene using the probe oligonucleotide and one of the PCR primers. 
RNA for construction of the cDNA libraries was isolated from human fetal brain tissue (LIB153). 
25 DNA sequencing of the clones isolated as described above gave the full-length DNA sequence for 

PR0864 [herein designated as UNQ426 (DNA48328-1355)] (SEQ ID NO:225) and the derived protem sequence 
forPR0864. 

The entire nucleotide sequence of UNQ426 (DNA48328-1355) is shown in Figure 82 (SEQ ID 
NO:225). Clone UNQ426 (DNA48328-1355)contains asingleopenreadingframewithanapparenttranslational 

30 initiation site at nucleotide positions 37-39 and ending at the stop codon at nucleotide positions 1090-1092 
(Figure 82). The predicted polypeptide precursor is 351 amino acids long (Figure 83). The fuU-length PR0864 
protem show in Figure 83 has an estunated molecular weight of about 39,052 and a pl of about 8.97. Important 
regions of the ammo acid sequence of PR0864 include the signal peptide, two N-glycosylation sites, a Wnt-1 
family signature sequence, and sequence regions homologous to Wnt-1 family protems as shown in Figure 83. 

35 Qone UNQ426 (DNA48328-1355) has been deposited with ATCC and is assigned ATCC deposit no. 209843. 

EXAMPLE 38: Isolation of cDNA Clones Encoding RnmaTi PT?n709 

A consensus sequence was obtained relative to a variety of EST sequences as described in Example 1 
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